
 

 

Supplementary Figure 1 Genomic variation discovery pipeline 

Schematic of the genomic discovery pipeline implemented to compile a catalogue of 

SNPs, small indels and large deletions from Illumina paired-end sequence data. Raw 

reads are initially mapped to the reference genome H37Rv using BWA and the resulting 

BAM files used as input to subsequent software. SNPs and small indels were derived 

using SAMTOOLS and GATK. Large deletions were determined employing a 

combination of SV detection tools based on different approaches (pair-end, split-read 

and depth of coverage) followed by de novo assembly and re-alignment validation 

process of candidate regions. 


